//SEQUENCE LISTING 
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<210> 1 
<211> 23 
<212> PRT 

<213> Artificial Sequence 
<220> 

<221> MOD_RES 
<222> (8) 

<22 3> PHOSPHORYLATION 
<220> 

<221> MOD_RES 
<222> (20) 

<2 23> PHOSPHORYLATION 



<220> 

<223> Description of Artificial Sequence: 
subunit of integrin 



VBeta 1 



isp°Tnr Gly Glu Asn Pro lie Tyr Lys Ser Ala Va\ Thr Thr Val Val 
1 5 ^ 

Asn Pro Lys Tyr Glu Gly Lys 
20 



<210> 2 
<211> 27 
<212> PRT 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: 



Beta 2 



*1 



gubunit of integrin 

<220> 

<221> MODj^ES 
<222> (5) 

<22 3> PHOSPI*pRYLATION 

iVvlel Arg Gl\ Tyr Arg Arg Phe Glu Lys Glu Lys Leu Ser Gin Trp 
1 \ 5 10 

Asn Asn Asp Asn ^ro Leu Phe Lys Ser Ala Thr 
20 \ 25 



<210> 3 

<211> 23 

<212> PRT 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: 
subunit of integrin 



Beta 3 



<220> 

<221> M0D_RES 
<222> (8) 

<223> PHOSPHORYLATION 
<220> 

<221> MOD_RES 
<222> (20) 

<223> PHOSPHORYLATION 

AsS°Thr Ala Asn Asn Pro Leu Tyr Lys Gl\ Ala Thr Ser Thr Phe Thr 

Asn lie Thr Tyr Arg Gly Thr 
20 



<210> 4 
<211> 33 
<212> PRT 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: 
subunit of intgerin 



Beta 5 



<220> 

<221> MOD_RES 
<222> (8) 

<22 3> PHOSPHORYLATION 



<220> 



2 



<2^21> MOD_RES 
<222> (28) 

<22^> PHOSPHORYLATION 
<400A4 

Glu Met Ala Ser Asn Pro Leu Tyr Arg Lys Pro He Ser Thr His Thr 
1 \ 5 10 15 

Val Asp Fhe Thr Phe Asn Lys Phe Asn Lys Ser Tyr Asn Gly Thr Val 
20 25 30 



Asp 



<210> 5 
<211> 34 
<212> PRT 
<213> Artificial Sequence 



<220> 

<223> Description ofYArtif icial Sequence: 
subunit of integxin 



Beta 6 



<220> 

<221> MOD_RES 
<222> (8) 

<223> PHOSPHORYLATION 
<220> 

<221> MOD_RES 
<222> (20) 

<223> PHOSPHORYLATION 
<400> 5 

Gin Thr Gly Thr Asn Pro Leu Tyr Ar\ Gly Ser Thr Ser Thr Phe Lys 
1 5 \ 10 15 

Asn Val Thr Tyr Lys His Arg Glu Lys G^Sn Lys Val Asp Leu Ser Thr 
20 25 \ 30 



Asp Cys 



<210> 6 
<211> 23 
<212> PRT 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: 
subunit of integrin 



Beta 6 



<220> 

<221> MOD_RES 
<222> (8) 



3 



<2 23V PHOSPHORYLATION 
<220>\ 

<221>\MOD_RES 
<222> V20) 

<223> PHOSPHORYLATION 

Gln°Th! o\y Thr Asn Pro Leu Tyr Arg Gly Ser Thr Ser Thr Phe Lys 
1 A 5 10 15 



Asn Val Thr 



rr Lys His Arg 
10 



<210> 7 
<211> 29 
<212> PRT 

<213> Artificial Sequence 



<220> 

<223> Description of' 
subunit of inted 



:ificial Sequence: 
:in 



Beta 7 



<220> 

<221> MOD_RES 
<222> (5) 

<223> PHOSPHORYLATION 
<220> 

<221> MOD_RES 
<222> (25) 

<223> PHOSPHORYLATION 



<400> 7 

Asp AW Arg G lu Tyr Ser Arg Phe Glu\Lys Glu Gin Gin Gin Leu Asn 
! 5 Vo 15 

Trp Lys Gin Asp Ser Asn Pro Leu Tyr Lykser Ala He 
20 25 



<210> 8 
<211> 4 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: ITAM 
signaling motif in integrin 



<220> 

<221> misc_feature 

<222> (2) . . (4) , 
<223> Xaa at positions 2 and 3 can be any ammo acid; XI 
position 4 is Leu or He. 



.a at 



4 



tOO> 8 
Tyx Xaa Xaa Xaa 



<210> 
<211> 
<212> PS 

<213> Ar\ificial Sequence 
<220> 

<223> Description of Artificial Sequence: Immune 
receptor activation motif 

<220> 

<221> misc_f ea^ture 
<222> (2) . . (16) 

<223> Xaa at positions 4 and 16 is Leu or He; Xaa at 
positions^, 3, 5-12, 14 and 15 can be any amino 
acid. 

Tyr°Xaa Xaa Xaa XaaVaa Xaa Xaa Xaa Xaa Xaa Xaa Tyr Xaa Xaa Xaa 
! 5 \ 10 15 



<210> 10 
<211> 23 
<212> PRT 

<213> Artificial Sequence 
<220> x 

<223> Description of Artif icia ^Sequence : Control 
peptide for signal protein\binding studies 

lsp°Thr°Ala Asn Asn Pro Leu Tyr L Y s\g1u Ala Thr Ser Thr Phe Thr 
1 5 VO 15 

Asn He Thr Tyr Arg Gly Thr 
20 



<210> 11 
<211> 23 
<212> PRT 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: 

peptide for signal protein binding studies 



Control^ 



<400> 11 ^ _ , 

Asp Thr Gly Glu Asn Pro He Tyr Lys Ser Ala Val Thr Thr 
1 5 10 



Val Val 



Asn Pro Lys Tyr Glu Gly Lys 



5 



20 



<2P0> 12 
<2lL> 33 
<212^ PRT 

<213>\Artif icial Sequence 
<220> 

<223> Description of Artificial Sequence: Control 
peptide for signal protein binding studies 

<400> 12 x , 
Glu Met AlaXser Asn Pro Leu Tyr Arg Lys Pro He Ser Thr His Thr 
1 \ 5 10 15 

Val Asp Phe Th\ Phe Asn Lys Phe Asn Lys Ser Tyr Asn Gly Thr Val 
20\ 25 30 



Asp 



<210> 13 
<211> 34 
<212> PRT 

<213> Artificial Sequent 
<220> 

<223> Description of Artificial Sequence: Control 
peptide for signal protein binding studies 

<400> 13 

Gin Thr Gly Thr Asn Pro Leu TyrWg Gly Ser Thr Ser Thr Phe Lys 
1 5 \ 10 I 5 

Asn Val Thr Tyr Lys His Arg Glu Ly^Gln Lys Val Asp Leu Ser Thr 
20 25\ 30 



Asp Cys 



<210> 14 
<211> 27 
<212> PRT 

<213> Artificial Sequence 

<220> x 
<223> Description of Artificial Sequence: Control 
peptide for signal protein binding studies 



<400> 14 

Asp Leu Arg Glu Tyr Arg Arg Phe Glu Lys Glu Lys Leu S< 
1 5 10 

Asn Asn Asp Asn Pro Leu Phe Lys Ser Ala Thr 



6 



20 



25 



<210> 15 
<211> 29 
<212> PRT 

<213> Artificial Sequence 
<220> v 

<223> Description of Artificial Sequence: Control 
peptide fo\ signal protein binding studies 

lsp°Arq 5 Arg Glu Ty\ Ser Arg Phe Glu Lys Glu Gin Gin Gin Leu Asn 
1 5\ 10 15 

Trp Lys Gin Asp Ser a\ii Pro Leu Tyr Lys Ser Ala He 
20 \ 25 



<210> 16 
<211> 47 
<212> PRT 

<213> Homo sapiens 
<220> 

<223> GPIIIa Beta 3 subunit 

Lys°Leu 6 Leu Leu Thr Thr His Asp A^g Lys Glu Phe Ala Lys Phe Glu 
\ 5 \ 10 15 

Glu Glu Arg Ala Arg Ala Lys Trp Asp W Ala Asn Asn Pr ° LeU Tyr 
20 25 \ 30 

Lys Glu Ala Thr Ser Thr Phe Thr Asn IleVrhr Tyr Arg Gly Thr 
35 40 \ 45 



<210> 17 
<211> 58 
<212> PRT 

<213> Homo sapiens 
<220> 

<223> GPIIIa Beta 6 subunit 



Lys°Leu 7 Leu Val Ser Phe His Asp Arg Lys Glu Val Ala Ws Phe Glu 
\ 5 10 \ 15 

Ala Glu Arg Ser Lys Ala Lys Trp Gin Thr Gly Thr Asn ProVeu Tyr 
20 25 30 

Arg Gly Ser Thr Ser Thr Phe Lys Asn Val Thr Tyr Lys His Arg\Glu 
35 40 45 




Lys GlYi Lys Val Asp Leu Ser Thr Asp Cys 
SCK 55 



<210> 18 
<211> 47 
<212> PRT 

<213> Homo sapiens 
<220> 

<223> GPIIIa Be\a 1 subunit 

<400> 18 x 
Lys Leu Leu Met Le\ He His Asp Arg Arg Glu Glu Ala Lys Glu Glu 
1 5 \ 10 15 

Lys Glu Lys Met Asn Aa Lys Trp Asp Thr Gly Glu Asn Pro He Tyr 
20 \ 25 30 

Lys Ser Ala Val Thr Thr Val Val Asn Pro Lys Tyr Glu Gly Lys 
35 \ 40 45 



<210> 19 
<211> 57 
<212> PRT 

<213> Homo sapiens 
<220> 

<223> GPIIIa Beta 5 subunit 

<400> 19 x 
Lvs Leu Leu Val Thr He His Asp Arg \Arg Glu Phe Ala Lys Phe Gin 
\ 5 Vo 15 

Ser Glu Arg Ser Arg Ala Arg Tyr Glu Me\ Ala Ser Asn Pro Leu Tyr 
20 25 \ 30 

Arg Lys Pro He Ser Thr His Thr Val Asp p\e Thr Phe Asn Lys Phe 
35 40 \ 45 

Asn Lys Ser Tyr Asn Gly Thr Val Asp 
50 55 



<210> 20 
<211> 46 
<212> PRT 

<213> Homo sapiens 
<220> 

<223> GPIIIa Beta 2 subunit 



<400> 20 v 
Lvs Ala Leu Thr His Leu Ser Asp Leu Arg Glu Tyr Arg Arg fche Glu 
1 5 10 *5 



8 




Lys Glu Lys\Leu Lys Ser Gin Trp Asn Asn Asp Asn Pro Leu Phe Lys 
^20 25 30 

Ser Ala Thr Thr Thr Val Met Asn Pro Lys Phe Ala Glu Ser 
35 \ 40 45 



<210> 21 
<211> 52 
<212> PRT 

<213> Homo sapiens 
<220> 

<223> GPIIIa Beta 7 ^ubunit 
<400> 21 

Arg Leu Ser Val Glu \\\ Tyr Asp Arg Arg Glu Tyr Ser Arg Phe Glu 
1 5 \ 10 15 

Lys Glu Gin Gin Gin Leu aW Trp Lys Gin Asp Ser Asn Pro Leu Tyr 
20 \ 25 30 

Lys Ser Ala He Thr Thr ThAlle Asn Pro Arg Phe Gin Glu Ala Asp 
35 \40 45 

Ser Pro Thr Leu 
50 



<210> 22 
<211> 52 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : Consensus 
sequence for human GPIIIa Beta sub^nits 

<220> 

<221> misc_feature 
<222> (5) . . . (51) 

<223> Xaa at positions 5, 17, 19, 20, 21, 23,\25-28, 34, 
36, 37, 39-48, 50, 51 can be any amino aVld. 

<400> 22 , 
Lys Leu Leu Val Xaa He His Asp Arg Arg Glu Phe Ala Lys Phe Glu 
1 5 10 \ 15 

Xaa Glu Xaa Xaa Xaa Ala Xaa Trp Xaa Xaa Xaa Xaa Asn Wo Leu Tyr 
20 25 N30 

Lys Xaa Ala Xaa Xaa Thr Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa\Xaa Xaa 
35 40 45 



Asn Xaa Xaa Tyr 
50 



9 




<210V 23 
<211>\23 
<212> Wr 

<213> Artificial Sequence 



<220> 
<223> Desc 
subst 



Lption of Artificial Sequence: Proline- 
Ltuted form of Beta 3 subunit of integrin 



<220> 

<221> MOD_RES> 
<222> (8) 
<223> PHOSPHORS 



NATION 



<220> 

<221> MOD_RES 
<222> (20) 
<223> PHOSPHORYLATION 



<400> 23 
Asp Thr Ala Asn Asn Pi 
1 5 



Leu Tyr Lys Glu Ala Thr Pro Thr Phe Thr 
10 15 



Asn lie Thr Tyr Arg Gly 
20 



<210> 24 

<211> 23 

<212> PRT 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Seqt 
Monophosphorylated form of Bete 
integrin 



3 subunit of 



<220> 

<221> M0D_RES 

<222> (20) 

<223> PHOSPHORYLATION 



<400> 24 

Asp Thr Ala Asn Asn Pro Leu Tyr Lys Glu Ala Th> 
15 10 



Ser Thr Phe Thr 
15 



Asn lie Thr Tyr Arg Gly Thr 
20 



<210> 25 

<211> 23 

<212> PRT 

<213> Artificial Sequence 



<220> 



10 




\ 



<223> Description of Artificial Sequence: 

Monophpsphorylated form of Beta 3 subunit of 



lntegr^n 
\ 

<220> N 
<221> MOD_RES 
<222> (8) 

<223> PHOSPHORYLATION 



la^t: 



<400> 25 
Asp Thr Ala Asn Asn 1 
1 5 



Pro Leu Tyr Lys Glu Ala Thr Ser Thr Phe Thr 
10 15 



Asn lie Thr Tyr Arg Gl} 
20 



Thr 



<210> 26 
<211> 4 
<212> PRT 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial^ Sequence : 
phosphotyrosine-binding domain 



Motif for 



<400> 26 
Asn Pro Leu Tyr 
1 



<210> 27 
<211> 4 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Consensus 
sequence for phosphotyrosine-binding domain 

<220> 

<221> misc_feature 
<222> (3) . . . (3) 

<22 3> Xaa can be any amino acid 



<400> 27 
Asn Pro Xaa Tyr 
1 



